[Phylogenetic analysis of complete nucleotide sequence of a snowshoe hare (Lepus americanus) virus genome].
The complete nucleotide consequence of snowshoe hare (Lepus americanus) virus (SSHV) genome was first determined. Phylogenetic analysis indicated the identity of the study strain in the complete S segment and an L-segment with a length of 145 amino acid residues with SSHV sequences from the database GenBank (J02390, AF393325). The homology of an M segment of the study segment was 99.7% with the consequences of the same from the database GenBank (K02539). La Crosse virus is most genetically close to SHV among the representatives of the California encephalitis serocomplex.